1/9 



Lanes: 




FIG. 1a 
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Fig. lb 
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Constructs of Vif mutants Binding with GST-Vif (%) 

Mean ± SD 

wt mt^^mm^m^^mm^m^^^m 

M-64 ___^mmm^^ammmmmmm 

A66-84 ■■i^HHHHI 

A85-104 ■■■■ ■■HHHI^HH 88 ±13 

A105-116 ■■■■MBH H^BBHHHHHHH 

A116-143 M^HHH H^^^HH 124 ±9 

A144-150 ■■■■■■■■ — ■■■■^■B 

A151-164 ■■■HHH^HHi 31 ±9 

A165-174 ^MMIHM 

A175-192 ■■■■■■HHHB 84 ±6 

A151-192 MHHHHHHB 28 ±7 



Fig. 2a 
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Fig. 2b 
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IP: Anti-Myc 
WB: Anti-Flag 

Lanes: 



Fig. 3 
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Fig. 4b 



f 



8/9 



200% 
!§ 150% 

■5 100% 
.1 

-i 50% 



0%4— 




Fig. 5 
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Binding affinity titration of Vif protein- as so dated phages 



